SOLAR code
This code is for estimating correlations for pairs of BT, B/AT, and AT siblings in GWAM.
GWAM is firstly adjusted for age and cell proportions using a linear regression. The residuals are then standardized to be Z-scores and used in analysis. Two input files, pedigree and phenotype files, are needed. Details of the format of the two files can be found in http://solareclipse-genetics.org/. In the phenotype file, variable 'order' indicates the type of sibling, from which '1' means AT sibling, and '2' means BT sibling. 
